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Analysis of persistant infection of Hazara orthonairovirus as a surrogate model
for Crimean-Congo hemorrhagic fever virus
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To analyze the persistent infection of Crimean-Congo hemorrhagic fever virus

(CCHFV), we use Hazara orthonairovirus(HAZV). As HAZV is closely related to CCHFV, it is a good
surrogate model for CCHFV.

HEK293 cells were infected with HAZV, passaged until 15 times, and established a HEK293 cell line
persistently infected with HAZV (HEK/HAZVpi). Surprisingly, virions were not detected in culture
supernatant of HEK/HAZVpi cells. There were one and five mutation in G and L proteins of HAZVpi,
respectively. To conform which one is a key mutation for persistent infection, we generated various
recombinant HAZVs (rHAZV). Our results collectively suggest that G mutation dose not involved in
virion production, and L mutations decreased its polymerase activity, and contributed to the
establishment of persistent infection.
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